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Amendments to the Specification: 

Please replace the paragraph at page 4, lines 9 through 13 with the following amended 
paragraph: 

Figure 6 shows a detailed view of segment 801 from the search described in Figure 5 
showing the match between specific experimental masses and individual peptides from the 
theoretical digestion of this segment of the genome. The amino acid sequence encoded by the 
Mycobacterium tuberculosis h37RV segment is presented in SEP ID NO: 1. The amino acid 
sequences encoded by theoretical digests of this segment are set forth in SEP ID NOs: 2 to 
13. Comparison with the SWISS-PROT database using BLAST shows this region is the 
coding region for the protein. 

Please replace the paragraphs at page 4, lines 20 through 32 with the following 
amended paragraphs: 

Figure 8 shows a detailed view of segment 7309 from the search described in Figure 7 
showing all but one of the peptide matches are located in a contiguous region of amino acids 
between two stop codons. This confirms this segment is a coding region. The amino acid 
sequences encoded by each open reading frame in the Mycobacterium tuberculosis h37RV 
segment are presented in SEP ID NPs: 14 to 23. The amino acid sequences encoded by 
theoretical digests of this segment are set forth in SEP ID NOs: 24 to 32. Comparison with 
the SWISS-PRPT database using BLAST shows this region is the coding region for the 
protein. 

Figure 9 shows a detailed view of segment 8290 from the search described in Figure 7 
showing all but one of the peptide hits are located in a contiguous region of amino acids 
between two stop codons. This confirms this segment is a coding region. The amino acid 
sequences encoded bv each open reading frame in the Mycobacterium tuberculosis h37RV 
segment are presented in SEP ID NOs: 33 to 38. The amino acid sequences encoded bv 
theoretical digests of this segment are set forth in SEP ID NOs: 39 to 45. Comparison with 
the SWISS-PRPT database using BLAST shows this region is the coding region for the 
protein. 

Figure 10 shows a detailed view of segment 3 1 8 from the search described in Figure 7 
showing all but two of the peptide hits are separated from each other by stop codons. The 
amino acid sequences encoded bv each open reading frame in the Mycobacterium 
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tuberculosis h37RV segment are presented in SEP ID NOs: 46 to 55. The amino acid 
sequences encoded by theoretical digests of this segment are set forth in SEP ID NOs: 56 to 
62. This confirms this segment is not a coding region. 

Please replace the paragraphs at page 5, lines 19 through 28 with the following 
amended paragraphs: 

Figure 15 shows a detailed view of segment 8866 from the search described in Figure 
14 showing the large number of hits is artificial because one experimental mass has matched 
several, separate points on the segment because this segment contains a repeat region. All 
matching segments except 36302 and 36303 were similar in that they involved repeat regions. 
The amino acid sequences encoded by each open reading frame in the Homo sapiens 
chromosome 22 contig NT 01 1520 segment are presented in SEP ID NPs: 63 to 71. The 
amino acid sequences encoded by theoretical digests of this segment are set forth in SEP ID 
NPs: 72 to 84. 

Figure 16 is a detailed view of segment 36302 from the search described in Figure 14 
showing the match between specific experimental masses and individual peptides from the 
theoretical digestion of this segment of the genome. The amino acid sequences encoded by 
each open reading frame in the Homo sapiens chromosome 22 contig NT 01 1520 segment 
are presented in SEP ID NPs: 85 and 86. The amino acid sequences encoded by theoretical 
digests of this segment are set forth in SEP ID NPs: 87 to 108. This confirms these segments 
are a coding region, and comparison with the SWISS-PRPT database using BLAST shows 
this region is the coding region for Q9BWW9. 



